Glaucoma is a leading cause ofblindness worldwide. It is a heterogeneous group of disorders, the majority of which are associated with an open, normal appearing anterior chamber angle with normal trabecular meshwork and are termed primary open angle glaucoma (POAG). 1 The relatively late age at onset of most forms of POAG has complicated the efforts to identify the mode of inheritance, but autosomal dominant inheritance has been described in families with juvenile2" as well as adult onset POAG. 2 5-8 A locus for juvenile onset POAG (GLC IA) was recently assigned to the long arm of chromosome 1 in a large family with autosomal dominant inheritance,9 and confirmed in other families of juvenile onset.'" 1 The candidate region DlS194-D1S191 covers 23 cM at 1q21-q3 1. Analysis of recombinant haplotypes in the families reported improved the localisation of the gene responsible to a 10 cM region (D1S196-D1S218).9-11 A huge pedigree has been reported with autosomal dominant POAG of either juvenile or adult onset, and the same haplotype between loci D1S196 and D1S212 was recognised in all affected subjects, suggesting a common locus for the juvenile and adult forms of POAG.12
In the present study, blood samples were collected from 50 members of one large pedigree identified in Epirus, Greece (fig 1) . 8 The clinical findings in affected subjects were consistent with adult onset POAG, including characteristic glaucomatous changes of the optic disc and visual field, increased cup to disc ratio, intraocular pressure commonly more than 30 mmHg at the time of diagnosis, and no other signs of congenital or secondary glaucoma. The age at diagnosis was 30 years and older. The POAG in this family appears to be transmitted in an autosomal dominant fashion. Forty six people above 30 years of age were children of affected patients and therefore at 50% risk of 
